Abstract-
Interspecific hybridization work has been carried out between the species of the genus Labeo and intergeneric hybridization between the species of the above mention three genera (Reddy 1999 ).Due to their fast growing nature and taste, Indian major carps enjoy a prime position in the Indian aquaculture scenario. Labeorohita, is a fish of the carp family Cyprinidea, found commonly in rivers and freshwater lakes in and around South Asia and South-East Asia. It is an omnivore. It is treated as a delicacy in Bangladesh, Nepal and the Indian states of Bihar, Odisha, Assam, West Bengal and Uttar Pradesh. The Maithil Brahmins and the Kayastha community of Bihar and Uttar Pradesh treat it as one of their most sacred foods: to be eaten on all auspicious occasions. During the early stages of its lifecycle, it eats mainly zooplankton, but as it grows, it eats more and more phytoplankton, and as a juvenile or adult is an herbivorous column feeder, eating mainly phytoplankton and submerged vegetation. It has modified, thin hair-like gill rakers, suggesting that it feeds by sieving the water. It is diurnal and generally solitary. It reaches sexual maturity between two and five years. In nature, it spawns in the marginal areas of flooded rivers. PROTEIN STRUCTURE PREDICTION:-Ever since the first protein structure is determined, computational biologists and computational chemists have attempted to develop software that could predict the protein structure.Protein structure prediction is the prediction of the three-dimensional structure of a protein from its amino acid sequence -that is, the prediction of its secondary, tertiary, and quaternary structure from its primary structure. Structure prediction is fundamentally different from the inverse problem of protein design. Protein structure prediction is one of the most important goals pursued by bioinformatics and theoretical chemistry; it is highly important in medicine (e.g., in drug design) and biotechnology (e.g., in the design of novel enzymes). Secondary Structure Prediction:-Secondary structure of protein refers to the interactions that occur between the CO and NH groups on amino acids in a polypeptide chain to form α helices, β sheets, turns, loops and other forms and that facilitate the folding into a three-dimensional structure. Physically, the driving force behind the formation of secondary structures is a complex combination of local and global forces. Locally, forces that act between residues or between the residue and the backbone of protein can affect the formation of secondary structures. These local effects include the repulsion between hydrophobic side chains of some amino acids and the hydrophilic backbone of the protein chain as well as the interaction between side chains and the surrounding solvent (Pauling et al., 1951) . Secondary structure predictionof protein is a set of techniques in bioinformatics that aim to predict the local secondary structures of proteins based only on knowledge of their primary structure -amino acid. For proteins, a prediction consists of assigning regions of the amino acid sequence as likely alpha helices, beta strands (often noted as "extended" conformations) or turns. The prediction of secondary structure of a protein is the intermediate step of prediction of 3D-structure of protein.
Tertiary Structure Prediction:-
The Tertiary structure of protein is constituted by the spatial arrangement of secondary structures of protein.
The tertiary structure is stabilized by the intermolecular H-bonds, Disulfide-bonds and the hydrophobic interactions (Pauling et al., 1951) . The tertiary structure of protein is the great assistance when planning experiments aimed at the understanding of protein function and during its binding process with other proteins and drugs.
Tertiary Structure Predictionof protein is applied to develop models of protein structure when the constraints from X-ray diffraction or NMR spectroscopy are not available. Tertiary structure predictionof protein is the bioinformatics approach that attempts to generation of new structure on the prior knowledge of protein structure.To predict or model the 3D structure of protein three different methods are use: homology (or comparative) modelling, threading andab initio method. The 3D structure of protein is necessary for:
 , 1995) . The TCTP mRNA is expressed at constant levels in both growing and nongrowing cells, and the translation is regulated by its polypyrimidine-rich 5' untranslated region (Bohmet al., 1991) . TCTP localizes to microtubules from G1 until metaphase and then detaches from the spindle at the metaphase-to-anaphase transition. 
II. MATERIALS AND METHODS Resources used:
 PC with internet facility  Hardware configuration 
Template Search Assumptions:-
In the first phase of structure prediction for target protein sequence many hits were obtained in PDB-BLAST search. The template was chosen out of those hits by taking the best on the basis of following criteria:
 >25-45% sequence identity  >35-55% sequence similarity  <5% gaps Alignment Tools:-BLAST:-The Basic Local Alignment Search Tool (BLAST) (Altschulet al., 1991) finds regions of local similarity between sequences. The programme compares nucleotide or protein sequences to sequence databases and calculates the statistical significance of matches. BLAST is a word based method by considering each word from the query sequence which is normally 3Amino Acids or 11Nucleotides. BLAST uses BLOSUM 62 as default scoring matrix. BLAST is developed and maintained by NCBI and GenBank. ClustalW:-ClustalW is a hierarchical multiple alignment program that combines a robust method for multiple sequence alignment with an easy-to-use interface. The program uses a series of different pair-score matrices, biases the location of gaps, and allows one to realign a set of aligned sequences to further refine the alignment. ClustalW is maintained by EBI. STRUCTURE PREDICTION TOOLS:-SOPMA:-SOPMA (Self-Optimized Prediction Method with Alignment) is an improvement of SOPM (Self-Optimized Prediction Method) method. These methods are based on the homologue method. The improvement takes place in the fact that SOPMA takes into account information from an alignment of sequences belonging to the same family. If there are no homologous sequences the SOPMA prediction is the SOPM one. Modeller9.10:-Modeller is a program for predicting the threedimensional structure of proteins using proteins whose structure is already known i.e., from experimental techniques (Eswaret al., 2006, Marti-Renomet al., 2000). Modeller is freely available for academic purposes. Modeller implements an automated approach to comparative protein structure modeling by satisfaction of spatial restraints Blundell 1993, Fiseret al., 2000) . Briefly, the core modeling procedure begins with an alignment of the sequence to be modeled (target) with related known 3D structures (templates). This alignment is usually the input to the program. The output is a 3D model for the target sequence containing all main chain and side chain non-hydrogen atoms. 
STRUCTURE VIEWING TOOLS:-

ENERGY MINIMIZING TOOL:-
Energy minimization is used to evaluate the energy of a structure as well as repair distorted geometries. Energy minimization is used when the molecule is manually distorted. Energy minimization is good to release local constraints, "make room" for a residue, but it will not pass through high energy barriers and stops in local minima. Energy minimization (energy optimization) methods are common techniques to compute the equilibrium configuration of molecules. The basic idea is that a stable state of a molecular system should correspond to a local minimum of their potential energy. This kind of calculation generally starts from an arbitrary state of molecules, and then the mathematical procedure of optimization allows us to move atoms (to vary variables) in a way to reduce the net forces (the gradients of potential energy) to nearly zero. Like molecular dynamics and Monte-Carlo approaches, periodic boundary conditions have been allowed in energy minimization methods, to make small systems. A well established algorithm of energy minimization can be an efficient tool for molecular structure optimization. First a coarse refinement is performed, using a restricted interface side-chain optimization with atomic radii scaling of 0.8, in order to allow a certain amount of steric clashes. The refined candidates are scored and ranked according to the energy function and are returned as an output. Then, FireDock is run again on the best 25 solutions for a final refinement. In this second run, a full interface side-chain optimization is performed with atomic radii scaling of 0.85, in order to reduce the amount of clashes. 
SWISS PDB Viewer:-
3D Structure Prediction:-
GA341 score ------------------------------------------------------------------------------------------- tctp.B99990001.
MODEL ANALYSIS:-
The above predicted ten models were compared and found the model no-6 i.e. tctp.B99990006.pdb as best model depending on energy score of modeller 9.10 (lowest DOPE score). To analyse the structure the SAVES server is used and the following details are obtained.
The model taken is an appropriate model because the Ramachandran Plot shows that in the most favoured region there are about 94.7% residues are present and 5.3% residues are present in the additional allowed region. The Verify-3D shows the result of 65.70 which should above 80 for best model but it was overcome due to the Ramachandran Plot score. The ERRAT score also showed the model as a good model. IV. DISCUSSION TCTP is a highly conserved protein in the course of evolution. According to its conservancy and frequent occurrence it should have a huge function. Though many functions are discovered the main function of TCTP is still unknown. The above in silico study shows the prediction of 2D and 3D structure of TCTP of Labeorohita. The prediction of 2D structure is an essential step towards the prediction of 3D structure. From the above study it can be concluded that the 2D structure of TCTP has 39.18% of Alpha helix, 29.83% of Beta sheets and 30.99% of Random coils in its Amino Acid chain. The 3D structure of TCTP was prepared in Modeller9.10 and out of the ten structures the best structure was chosen on the basis of lowest DOPE scores then the structure was analysed under SAVES server. The SAVES result showed that about 94.7% residues are present in the most favoured region in Ramachandran plot and <5.3% residues are present in additional allowed region and the ERRAT showed 81.879 which conforms the good quality of the structure. The best model was visualized in Discovery Studio. The Docking study was done in PatchDock server and refined in FireDock showed that the TCTP was mostly active at residues between 82-85 and 151-155. The work can be extended further to predict its functions and other expects.
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(A): Shows the docked complex between TCTP (chain-D) and Polokinase (chain-A and B) along with the H-bonds formed between them (In green colour). (B): shows the amino acid residues of protein chains (A and D) forming H-bond (blue colour), Salt bridge (red colour) and hydrophobic interactions (yellow colour). (C): shows the amino acid residues of protein chains (B and D) forming H-bond (blue colour), Salt bridge (red colour) and hydrophobic interactions (yellow colour).
